The southern pocket gopher, Thomomys umbrinus, traditionally has been divided into as many as 5 genetically defined subclades based on chromosomal and allozymic data. Recent molecular analyses have resurrected 2 species from within these clades: 1 from the Pacific coastal lowlands (T. atrovarius), and another from the highlands of the Sierra Madre Occidental (T. sheldoni). In this study, multilocus genetic analyses of 3 mitochondrial and 5 nuclear genes reveal a previously unrecognized 3rd species apparently restricted to the Sierra del Nayar of northeastern Nayarit, Mexico. In addition to molecular and chromosomal studies of this new species, cranial morphology is analyzed to help distinguish it from its congeners. This taxon, T. nayarensis, is described herein, and a key to distinguishing the 3 species of Thomomys in northeastern Nayarit is provided.
The high biological diversity of the Mexican state of Nayarit no doubt is influenced by the extreme topographical complexity of this region. Situated along the Pacific Coast, this relatively small state (27,815 km 2 ) contains both broad coastal plains and rugged mountains exceeding 2,000 m elevation in the southern versant of the Sierra Madre Occidental. Researchers have recognized that this state ''. . . occupies an important position in understanding patterns of mammalian distribution and problems of taxonomy in western Mexico, especially for small mammals of limited vagility'' (Carleton et al. 1982:1) .
Smooth-toothed pocket gophers in the genus Thomomys (Geomyidae) are fossorial rodents with both limited vagility and problematic taxonomy. Their patchy distribution and high rate of molecular evolution (Spradling et al. 2001 ) have resulted in Thomomys populations of the same species that are as genetically divergent as other well-characterized species of mammals (Patton and Yang 1977; Hafner et al. 1983 ). This high level of genetic divergence, coupled with conserved morphology and extremely variable pelage color and body size, has made recognition of pocket gopher species problematic regardless of one's species concept. Despite these difficulties, our studies of relationships among geomyid populations using a combination of nuclear and mitochondrial DNA sequence data, morphology, and comparative cytogenetics have allowed us to identify monophyletic, diagnosable, and genetically isolated clades within Thomomys, which we use as our operational definition of ''species'' (Hafner et al. 2005 (Hafner et al. , 2011 Mathis et al. 2013) .
Herein, we describe a new species of pocket gopher from the Sierra del Nayar of northeastern Nayarit. This isolated lineage was discovered in the course of a larger study of the Thomomys umbrinus complex. First reported as T. u. sheldoni from near Santa Teresa, Nayarit, by Hafner et al. (2011) , the population (from locality 17 in that study and referred to as the ''Santa Teresa clade'') showed an average of nearly 16% cytochrome-b (Cytb) divergence from 3 nearby clades of Thomomys and had an unresolved phylogenetic relationship with these clades. The molecular data presented in that study came from a single individual and clearly warranted further exploration. With the addition of new samples from the Sierra del Nayar, the inclusion of data generated from DNA extracted from museum skins collected between 1955 and 1977, and the expansion of our morphological database, we are now able to describe the ''Santa Teresa clade'' as a new species and provide a better understanding of the relationships between this species and the other species of Thomomys in Mexico. 
MATERIALS AND METHODS
Sampling, karyotyping, and DNA sequencing.-The region of the Sierra del Nayar shown in Fig. 1 was sampled for pocket gophers in 2009, 2011, and 2012 . Most populations of Thomomys in this region were small and difficult to locate, but we were able to collect 8 specimens of the suspected new species (3 in 2009, 4 in 2011, and 1 in 2012). The 4 specimens collected in 2011 were karyotyped using the postmortem technique developed by Hafner and Sandquist (1989) . Specimens were collected using trapping methods approved by the American Society of Mammalogists (Sikes et al. 2011 ). Vouchers were prepared as skin-plus-skeleton specimens (Hafner et al. 1984 ) and deposited in the Louisiana State University Museum of Natural Science (LSUMZ) or the FIG. 1.-Distribution of the Thomomys umbrinus species group in Mexico and southwestern United States (upper panel). Thomomys atrovarius was elevated to species status by Hafner et al. (2011) and T. sheldoni was elevated to species status by Mathis et al. (2013) . Close-up A shows the location of samples used in the genetic analyses (Appendix I). Close-up B shows the local vicinity of Mesa del Nayar, Nayarit (approximately 600 inhabitants), including the 2 known populations of the new species of Thomomys described in this paper (localities 9 and 10). Most of the lightly shaded areas in close-up B are tablelands separated by deep gorges cut by the Río San Rafael, the Río Santiago, and their tributaries. Dashed gray lines indicate the probable southern distribution of T. sheldoni and probable northern distribution of T. atrovarius in this region. Dashed black lines highlight a narrow constriction of the tableland (approximately 2 km long and , 400 m wide) that appears to separate populations of T. sheldoni (locality 7) from those of the new species. The deep gorge of the Río San Rafael separates populations of T. atrovarius from populations of the new species. Future fieldwork may show the new species to be confined to a roughly 250-km 2 region of isolated tablelands embraced by the deep, rocky canyons of the Río San Rafael and Río Santiago, which join at the Río Jesús Maria approximately 5 km to the east of the mapped region in close-up B.
Colección Nacional de Mamíferos, Instituto de Biología, Universidad Nacional Autó noma de México (CNMA). Genetic material collected from vouchers was deposited in the Collection of Genetic Resources at the LSUMZ. Sequence alignments and phylogenetic trees were deposited in TreeBase (http://purl.org/phylo/treebase/phylows/study/TB2:S14148).
Sampling for this study focused on the geographic region containing the suspected new species and included a subset of specimens from that region used in larger-scale analyses of Mexican Thomomys by Hafner et al. (2011) and Mathis et al. (2013) . In addition to the 8 representatives of the suspected new species, our phylogenetic analysis included 5 specimens of the recently resurrected species T. sheldoni (Mathis et al. 2013 ), 4 specimens of T. umbrinus from the nearby TransMexico Volcanic Belt clade (Mathis et al. 2013) , and 4 specimens of T. atrovarius from nearby localities in Nayarit and Jalisco. Outgroups for the study included 2 specimens of T. bottae from northern Sinaloa, 1 specimen each of T. mazama and T. talpoides (representing the subgenus Thomomys), and 1 specimen of Orthogeomys hispidus. Collection localities are listed in Appendix I and mapped in Fig. 1 .
The DNA sequences were obtained from 3 mitochondrial genes: Cytb (1,140 base pairs [bp]), 12S rRNA (12S; 865 bp), and cytochrome oxidase I (COI; 1,545 bp). Five nuclear genes also were sequenced, including the 5 0 end of exon 1 of the single-copy interphotoreceptor retinoid-binding protein (IRBP; 1,272 bp), the growth hormone receptor gene (GHR; 832 bp), recombination activating protein I (RAG1; 1,293 bp), exon 5 of the mast cell growth factor protein (MGF; 727 bp), and 1 anonymous locus (TBO47; 601 bp- Belfiore et al. 2008) . DNA amplification and sequencing protocols as well as a list of primers and their annealing temperatures are available in Mathis et al. (2013) .
Skin clips were obtained from museum study skins collected between 1955 and 1977 from 5 localities in the Sierra del Nayar and surrounding regions, and 6 individuals were amplified for a fragment of Cytb. Amplification protocols, sequencing protocols, and primer information for these analyses are available in Hafner et al. (2011) . All handling of DNA from study skins and fresh tissues was done in separate laboratories. All DNA sequences used in this study are deposited in GenBank (Appendix II) with the exception of 7 DNA sequences from museum skins that did not fit the minimum length requirements of GenBank (! 200 bp). These sequences are listed in Supporting Information S1 (DOI: 10. 1644/13-MAMM-A-013.S1) and also are available on TreeBase.
Phylogenetic analyses.-Analyses based on Bayesian inference were performed using MrBayes 3.1.2 (Ronquist and Huelsenbeck 2003) , and maximum-likelihood analyses were implemented in RAxML 7.3.0 (Stamatakis 2006) via the CIPRES Gateway (Miller et al. 2010 ). The 12S alignment was explored in the program GBlocks (Castresana 2000) and uninformative gaps and indels were removed. We evaluated the most appropriate models for each gene in MrModelTest 2.4 (Nylander 2004) , which provides models appropriate for both Bayesian inference and maximum-likelihood analyses. We selected the best model using the Akaike information criterion (Posada and Buckley 2004) .
The DNA sequences were concatenated for both sets of phylogenetic analyses (Bayesian inference and maximumlikelihood), and the partitioning scheme (GHR and RAG1 combined, but otherwise partitioned by gene) was selected using PartitionFinder (Lanfear et al. 2012) . For the Bayesian inference analysis, model parameters were treated as unknown variables with uniform priors. The GTRþIþG model was used for Cytb, COI, 12S, and IRBP, the HKYþI model for GHR and RAG1, and the HKY model for MGF and TBO47. Two independent runs were initiated with random starting trees and an initial melting point of 0.25, and were run for at least 9 3 10 6 generations with 4 incrementally heated chains (Metropolis-coupled Markov chain Monte Carlo-Huelsenbeck and Ronquist 2001) and sampled every 100 generations. Convergence and stationarity were assessed using Tracer version 1.5 (Rambaut and Drummond 2007) . Trees generated before stationarity of log-likelihood scores was reached were discarded. Clade support was assessed using Bayesian posterior probabilities (pps). Support for nodes in the maximum-likelihood analysis was assessed using 1,000 bootstrap (bs) replicates with the data set partitioned as described previously. The GTRCAT model was used for the bootstrapping phase in RAxML and the GTRGAMMA model for the tree inference phase.
Morphometric analysis.-Visual inspection of the auditory meatus of the suspected new species revealed it to be a potentially diagnostic feature for distinguishing it from its congeners. This character was used to augment the data on cranial morphology for Mexican species of Thomomys presented in Mathis et al. (2013) . The maximum interior diameter of the opening of the auditory meatus was measured in the anterior-posterior plane (''width of auditory meatus'') and dorsal-ventral plane (''height of auditory meatus''). Because the auditory meatus was too delicate to measure with handheld calipers, width and height of the auditory meatus and occipital-nasal length were recorded from cranial photographs of specimens of T. sheldoni, T. atrovarius, and the suspected new species in tpsDig 2.16 (Rohlf 2010) . Oneway analyses of variance (ANOVAs) were performed on these 2 measurements of the auditory meatus, 1st on the raw data and then with the data standardized by occipital-nasal length to control for size differences. Post hoc analyses of the ANOVAs were assessed with Tukey's honestly significant difference.
To determine if cranial morphometric data could be used to distinguish specimens of the suspected new species from nearby individuals of T. sheldoni and T. atrovarius, a subset of the cranial morphometric data from Mathis et al. (2013-excluding T. umbrinus, which does not occur in the Sierra del Nayar) was explored using multivariate morphometric analyses. Because geomyids often show extreme sexual dimorphism in morphology, only adult female skulls were measured for 12 cranial characters. Specimens were judged to be adult if the supraoccipital-exoccipital and basisphenoid-basioccipital su-tures were closed (Hoffmeister 1969 ). Cranial measurements are described in Patton and Smith (1990) unless otherwise defined here: cranial width (CW; least constriction of the braincase posterior to the zygomatic arches), diastema length (DIA), least interorbital constriction (IOC), mastoid breadth (MB), length of maxillary toothrow (MTR), nasal length (NL), occipital-nasal length (ONL), occipital-incisor length (OIL; greatest length of skull from anterior face of incisors to posterior edge of occipital condyles), rostral width (RW; least width of rostrum just anterior to zygomatic arches), zygomatic breadth (ZB), breadth of mandible (BM; greatest width of the fused dentaries), and mandible length (ML; greatest length of the fused dentaries). Twenty-two specimens of T. atrovarius, 30 of T. sheldoni, and 9 of the suspected new species were included in the morphometric analysis.
All statistical analyses of the morphometric data were conducted using SPSS 19 (IBM Corporation 2010). Data were explored for normality and transformed (X ¼ 0, SD ¼ 1). A multivariate analysis of variance (MANOVA) was used to test the null hypothesis of no significant difference between a priori groups. A post hoc analysis of the MANOVA was assessed with Tukey's honestly significant difference. A principal component analysis was performed using a varimax rotation to reduce the 12 variables and explore the dimensionality of the data. Direct discriminant function analysis was performed to generate discriminant functions to predict group membership and evaluate if individuals could be properly assigned to their a priori genetic groups.
RESULTS
Phylogenetic analyses.-Inspection of individual gene trees (Supporting Information S2, DOI: 10.1644/13-MAMM-A-013. S2) revealed strong support for monophyly of Thomomys (5 of 8 genes), strong support for monophyly of the subgenus Megascapheus (6 of 8 genes), moderate support for monophyly of the T. umbrinus species complex (3 of 8 genes), and moderate support for monophyly of all currently recognized species of Thomomys included in the analysis (at least 4 of 8; Table 1 ). Individuals representing the suspected new species formed a monophyletic group in the Bayesian inference and maximum-likelihood analyses of
Individuals of the suspected new species shared no haplotypes with individuals of any other Thomomys clade for any of the genes except TBO7, which had only 5 unique haplotypes for the data set and recovered only 1 moderately supported node (Table 1) .
The Cytb gene had 323 parsimony-informative sites, and 3 genes (Cytb, 12S, and IRBP) together had 37 nucleotide substitutions that distinguished individuals of the suspected new species from other representatives of Thomomys in the alignment ( Table 2 ). The RAG1 gene showed strong support (pp . 0.95, bs . 0.85) for a sister relationship between T. bottae and T. sheldoni, but this relationship was contradicted by 3 genes (Cytb, 12S, and TBO7) supporting monophyly of the T. umbrinus species complex, which includes T. sheldoni but not T. bottae (Table 1 ). The COI gene showed strong support for a sister relationship between the suspected new species and T. sheldoni, and no other genes contradicted this relationship with any degree of statistical support. Finally, the RAG1 gene showed strong support for a group containing T. atrovarius, T. umbrinus, and the suspected new species (Table  1) , and although no other single gene contradicted this relationship, the concatenated data set showed T. atrovarius to be sister to the group containing T. umbrinus, T. sheldoni, and the suspected new species (Fig. 2) .
Phylogenetic analysis of the full data set (8,275 bp concatenated and partitioned as described previously) showed support for monophyly of the T. umbrinus species group (i.e., all Mexican Thomomys exclusive of T. bottae; Fig. 2 ). This analysis also supported monophyly of the suspected new species, as well as monophyly of each of the other Thomomys species examined in the analysis. The analysis revealed an unresolved polytomy for T. sheldoni, T. umbrinus, and the suspected new species (Fig. 2) . Genus Thomomys (1) X* X* X* X* X* 5 Subgenus Megascapheus (2) X* X* X* X* X* X 6 T. umbrinus species complex (3) X X* X 3 T. atrovarius (4) X* X* X* X* X* X* 6 T. bottae (5) X* X* X* X* X* 5 T. sheldoni (6) X* X* X* X X* X 6 T. umbrinus (7) X* X* X X* 4 Thomomys sp. nov. (8) X* X* X* X* X* X 6
Genetic distances.-Average Kimura 2-parameter Cytb distances for 2 important nodes in the tree are shown in Fig.  2 . Cytb divergence values measured between individuals of the suspected new species (locality 9 in Figs. 1 and 2) and individuals of T. sheldoni collected only 13 km away (locality 7) ranged from 17.5% to 18.4%. Similarly, divergence values measured between the single individual of the suspected new species from locality 10 and 1 individual of T. atrovarius collected only 11 km away (locality 11) was 18.8%.
Morphometric analysis.-In the analysis of the auditory meatus measurements, ANOVAs on both the raw data (reported here) and the data standardized by ONL (available on request) gave significant, concordant results, indicating both relative and absolute differences in length and width of the auditory meatus in the individuals examined. Both dimensions of the auditory meatus were significantly larger in individuals of T. sheldoni (n ¼ 9) than in individuals of the suspected new species (n ¼ 9; F 2,20 ¼ 28.24, P , 0.001) and T. atrovarius (n ¼ 5; F 2,20 ¼ 30.31, P , 0.001; Table 3 ). Tukey's honestly significant difference post hoc test did not reveal a significant difference between T. atrovarius and the suspected new species for either dimension of the auditory meatus (Table 3) . Results of this analysis should be interpreted with caution, because sample sizes were low.
Exploration of the cranial morphometric data revealed 2 variables (IOC and CW) that were nonnormally distributed, but after removal of extreme outliers, only IOC remained nonnormal. IOC was removed from the MANOVA but was retained for the principal component analysis and discriminant function analysis because these analyses are robust to deviations from normality not caused by outliers (Tabachnick and Fidell 1996) . The MANOVA revealed significant differences between individuals of T. sheldoni, T. atrovarius, and individuals of the suspected new species (Pillai's trace ¼ 1.32, F 24,84 ¼ 6.86; Wilks' lambda ¼ 0.11, F 24,82 ¼ 6.7; Hotelling's trace ¼ 3.92, F 24,80 ¼ 6.54; P , 0.0001 for all 3 statistics). Post hoc tests of the MANOVA showed the suspected new species of Thomomys to be significantly smaller than T. sheldoni and T. atrovarius for ONL, OIL, NL, RW, CW, MB, DIA, MTR, BM, and ML. The suspected new species was significantly smaller than T. sheldoni, but not T. atrovarius, for ZB.
The principal component analysis revealed 3 components (eigenvalues . 1) that together explained 79.6% of the variation in the data. After a varimax rotation, ONL, OIL, NL, MB, DIA, BM, and ML loaded heavily (. 0.75) on principal component 1, IOC loaded heavily on principal component 2, and ZB loaded heavily on principal component 3. Visual exploration of the principal component scores did not reveal any clear pattern (Fig. 3A) .
Discriminant function analyses yielded 2 significant functions that assigned 91.2% of the individuals to the correct species group (85% of T. atrovarius, 92.9% of T. sheldoni, and 100% of the suspected new species). The suspected new species of Thomomys could be distinguished from T. atrovarius and T. sheldoni along the 1st discriminant function axis (Fig. 3B ). NL and ONL had high, positive discriminant function coefficients on discriminant function 1 (1.03 and 0.90, respectively), and OIL had a high negative coefficient (À1.27) and MB had a positive coefficient (1.35) on discriminant function 2.
Chromosomal analysis.-Examination of chromosomal preparations from 4 specimens of the suspected new species captured at locality 9 (Fig. 1) showed them to have a diploid number of 76 with 1 pair of acrocentric autosomes and a fundamental number of 146. Specimens of T. s. sheldoni and T. a. atrovarius also have 76 chromosomes; the fundamental number of T. s. sheldoni ranges from 144 to 148, whereas that of T. a. atrovarius ranges from 116 to 132 (D. J. Hafner, pers. obs.; Hafner et al. 1987 ).
DISCUSSION
Nayarit is home to complex, and often unexplained, patterns of mammalian diversity (Schmidly and Schroete 1974; Carleton et al. 1982 Carleton et al. , 1999 Evolutionary relationships among Thomomys species in Nayarit are complicated and not fully resolved by this study. However, we believe we have accumulated sufficient evidence to recognize the genetically divergent clade of Thomomys in northeastern Nayarit (localities 9 and 10 in Figs. 1 and 2) at the species level. Our argument for species status is based on combined molecular, morphological, and biogeographical evidence. Individuals of this new species show a minimum of 17.5% Cytb divergence from individuals in nearby populations of T. sheldoni and T. atrovarius, and monophyly of the new species is supported by 3 nuclear and 3 mitochondrial genes (Table 1) . Thirty-seven nucleotide substitutions found in the new species are absent in all individuals of T. sheldoni, T. atrovarius, and T. umbrinus examined (Table  2) . Finally, there is no evidence of gene flow (no shared haplotypes at 7 of 8 loci examined) between the new species and populations of T. sheldoni located only 13 km away and populations of T. atrovarius located only 11 km away. The only locus with shared haplotypes between the new species and other species of Thomomys in the region, anonymous locus TBO7, had a total of only 5 haplotypes and showed minimal informative structure (Table 1) .
Probably because of their fossorial habits, pocket gophers show extreme morphological conservatism, yet populations,
-Genetic relationships among species of Thomomys from northwestern Mexico, including the suspected new species (Thomomys sp. nov.) from the Sierra del Nayar of Nayarit. The tree shown is based on a Bayesian analysis of a data set comprising 8 genes (8,275 bp) partitioned by gene. Black circles indicate well-supported nodes, white circles are nodes with high posterior probabilities but weaker bootstrap support in a maximum-likelihood analysis, and nodes with weak support (posterior probability , 0.95 or bootstrap support , 80%) are collapsed. Voucher numbers are given at the tips, followed by state and locality numbers (in parentheses). Locality numbers refer to the map (Fig. 1) and full locality information is listed in Appendix I. Diploid numbers are indicated on major branches of the tree, and average percent Kimura 2-parameter cytochrome-b (Cytb) sequence divergence values are shown for 2 major nodes. Asterisks next to selected localities indicate DNA samples that were extracted from museum skins (position on tree determined using partial Cytb sequences only). Crosses indicate vouchers that were karyotyped. Circled numbers at nodes refer to the nodes listed in Table 1 . TABLE 3.-Means (in millimeters) and standard errors (with ranges in parentheses) of auditory meatus width (maximum interior diameter of the opening of the auditory meatus measured in the anteriorposterior plane; Fig. 4 ) and auditory meatus height (maximum interior diameter of the opening of the auditory meatus measured in the dorsal-ventral plane) in 2 species of Thomomys and the suspected new Thomomys species from the Sierra del Nayar. Means that share a superscript letter are not significantly different from each other (Tukey's honestly significant difference, P , 0.05).
Width of auditory meatus

Height of auditory meatus
Thomomys sp. nov.
(n ¼ 9) 1.13 6 0.015 a (0.9-1.3) 1.08 6 0.007 c (0.8-1.5) T. atrovarius even conspecific populations, often vary widely in body size and pelage coloration and texture. These aspects of pocket gopher morphology often make it difficult to identify morphological features that can be used reliably to distinguish closely related species. Although our morphometric analysis shows all known specimens of the new species to be smaller in body size and cranial dimensions than nearby populations of T. sheldoni, body size has been shown to be a notoriously unreliable phylogenetic character in pocket gophers (Patton and Brylski 1987; Smith and Patton 1988; Hafner et al. 2008) . Nevertheless, the new species is distinguishable from other Sierra del Nayar populations in multidimensional, multivariate space (Fig. 3) , and 2 measurements of the auditory meatus (Fig.  4) and absence of prominent guard hairs on the rump are potentially useful characters for distinguishing the new species from individuals of T. sheldoni in the Sierra del Nayar (see ''Diagnosis'' below).
The new species of Thomomys in the Sierra del Nayar may have originated as an isolated population of pocket gophers restricted to the roughly triangular-shaped region defined by the Río Santiago, Río San Rafael, and their tributaries (Fig.  1B) . This is a geographically complex region with many potential impediments to dispersal for fossorial species. In addition to potential riverine barriers, a narrow constriction of the tableland (approximately 2 km long and , 400 m wide) appears to separate populations of T. sheldoni (locality 7 in Fig.  1 ) from those of the new species (locality 9) living only 13 km away. The heavily eroded soils along the top of this constriction may not be deep enough to support populations of pocket gophers, and we saw no evidence of gophers in this region in 2011 and 2012. To the south, the deep, rocky gorge of the Río San Rafael appears to separate populations of the new species (locality 10) from populations of T. atrovarius (locality 11) living only 11 km away (Fig. 1B) .
Molecular data from this study were insufficient to resolve relationships among T. sheldoni, T. umbrinus, and the new species (Fig. 2) . Evidence from the COI gene suggests that the new species is sister to T. sheldoni (Table 1) , but the fact that T. sheldoni and the new species share diploid numbers (2n ¼ 76) to the exclusion of T. umbrinus (2n ¼ 78) is of dubious phylogenetic significance because 2n ¼ 76 is the presumed ancestral diploid number for the subgenus Megascapheus (Patton 1981; Hafner et al. 1983) . Unfortunately, polytomies such as this, if resolvable, are especially difficult to resolve in recent and rapid phylogenetic radiations, such as that postulated for pocket gophers by Spradling et al. (2004) .
Thomomys nayarensis, new species
Nayar pocket gopher
Holotype.-Adult male; skin, skull, partial skeleton; Louisiana State University Museum of Natural Science, LSUMZ 36794; from Mexico: Nayarit; 8.5 km N, 7 km W Mesa del Nayar (formerly listed by Hafner et al. [2011] as ''22 km S, 3 km E Santa Teresa''), 2,200 m (22.290, À104.721 in the type series include 2 males (LSUMZ 36750, 36797) and 4 females (LSUMZ 36751, 36752, 36795, 36796) .
Distribution.-Known only from 2 localities in the Sierra del Nayar near the town of Mesa del Nayar (El Nayar municipality) in northeastern Nayarit. Known elevational range 1,290-2,200 m.
Diagnosis.-A medium-size pocket gopher (total length 168-210 mm in adults), medium brown on the dorsum and golden-yellowish brown on the ventrum, with a slightly lighter golden wash on the sides. A few individuals from the type locality had an ochraceous wash on the cheeks and others had light gray flecks in the pelage. Specimens examined had few to no prominent guard hairs on dorsal rump, none of which extended . 3 mm beyond surrounding wool hairs (in contrast, nearby specimens of T. sheldoni had noticeable guard hairs on the rump [see ''Key'']; these differences in guard hairs do not appear to result from seasonal variation or pelage wear). T. nayarensis is a member of the Thomomys umbrinus species group and is smaller than the other 3 members of this group in northeastern Nayarit (T. sheldoni, T. umbrinus, and T. atrovarius). Known populations of T. nayarensis are located near populations of T. sheldoni (13 km distant) and T. atrovarius (11 km distant; Fig. 1 ), but examination of molecular data shows no evidence of gene flow among these 3 species ( Figs. 1 and 2 ; Table 2 ). T. nayarensis has a diploid number of 2n ¼ 76, which it shares with T. sheldoni and T. atrovarius, but not T. umbrinus (2n ¼ 78). The 2 new morphological characters used in this study (width and height of the auditory meatus; Fig. 4 ) may assist researchers in distinguishing T. nayarensis from T. sheldoni, because the auditory meatus of T. nayarensis is significantly shorter and narrower than that of T. sheldoni (Table 3) . However, we caution against overreliance on this character because the differences are small (0.2 mm between the smallest specimen of T. sheldoni measured and the largest specimen of T. nayarensis) and are based on only 9 individuals of T. nayarensis. Because of the delicate nature of the auditory meatus, measurements cannot be taken with handheld calipers, but instead require use of landmark software (tpsDig 2.16). Characters useful for distinguishing T. nayarensis from T. atrovarius include lack of grayish wash to the pelage that is diagnostic of T. atrovarius (Hafner et al. 2011 ), a fundamental number of 146 ( 132 in T. atrovarius), and certain molecular diagnostic features (Table 2) .
Etymology.-The specific epithet nayarensis refers to the Sierra del Nayar region of the Sierra Madre Occidental to which T. nayarensis appears to be endemic. The name Nayar comes from a 16th century leader and local hero, El Rey Nayar. The Indian tribe in this region, the Cora, and the indigenous language they speak also are known as Nayeeri or Na'ayarij ( López et al. 2010 ). The roughly 13-km gap that separates T. nayarensis from nearby populations of T. sheldoni also marks the approximate boundary between 2 mutually unintelligible dialects of the Cora language, Cora del Nayar to the east and Cora Santa Teresa to the west (Lewis 2009 
RESUMEN
La tuza sureña, Thomomys umbrinus, tradicionalmente ha sido dividida hasta en 5 subclados, definidos genéticamente con base en datos cromosómicos y de aloenzimas. Análisis moleculares recientes han resucitado 2 especies a partir de estos clados: 1 especie de las tierras bajas de la costa del Pacífico (T. atrovarius), y otra de las tierras altas de la Sierra Madre Occidental (T. sheldoni). En este estudio, análisis genéticos multilocus de 3 genes mitocondriales y 5 genes nucleares revelan una 3ra especie no descrita previamente, y aparentemente restringida a la Sierra del Nayar del noreste de Nayarit. Además de los estudios moleculares y cromosómicos de esta nueva especie, la morfología craneal es analizada para ayudar a distinguirla de sus congéneres. Este taxon, T. nayarensis, se describe aquí, y se proporciona una clave taxonómica para distinguir las 3 especies de Thomomys en el noreste de Nayarit.
